
 

Circos plots for Clavicorona pyxidata haploid assemblies. Illumina PE reads were mapped, and heterozygous SNPs were called for the draft FALCON 
Unzip assembly (A) and the assembly curated with Purge Haplotigs (B). The tracks shown in the circos plots are: Contigs (ordered by length) (i), Read-depth 

histogram (reads per genome window; blue: median read-depth, yellow: half read-depth, red: very low/high read-depth) (ii), and SNP density (SNPs per 
genome window; blue: low SNP density, red: high SNP density) (iii).  There were 162.5, 175.6, and 145.0 thousand filtered heterozygous SNP calls for the 

draft, Purge Hapltogs-processed, and Redundans-processed assemblies respectively. 



 

Circos plots for Taeniopygia guttata haploid assemblies. Illumina PE reads were mapped, and heterozygous SNPs were called for the draft FALCON 

Unzip assembly (A) and the assembly curated with Purge Haplotigs (B). The tracks shown in the circos plots are: Contigs (ordered by length) (i), Read-depth 
histogram (reads per genome window; blue: median read-depth, yellow: half read-depth, red: very low/high read-depth) (ii), and SNP density (SNPs per 

genome window; blue: low SNP density, red: high SNP density) (iii). There were 6.21, 6.38, and 6.36 million filtered heterozygous SNP calls for the draft, 
Purge Hapltogs-processed, and Redundans-processed assemblies respectively. 


